Ureibacillus thermosphaericus strain Thermo-BF is an aerobic, thermophilic bacillus which has been characterized to biosynthesize gold nanoparticles. Here we present the draft genome sequence of Ureibacillus thermosphaericus strain Thermo-BF which consists of a 2,864,162-bp chromosome. This is the first report of a shotgun sequenced draft genome of a species in the Ureibacillus genus.
T
he Gram-negative ureolytic Ureibacillus thermosphaericus strain Thermo-BF, isolated from Ramsar hot springs in Iran, belongs to the Planococcaceae family (3) . It is an aerobic endospore-forming bacterium which can grow at 47°C and in sulfurous hot springs.
Genome sequencing of Ureibacillus thermosphaericus strain Thermo-BF was performed using the Illumina Hiseq 2000 sequencing platform, with a random subset of 2.5 million pairedend reads (157 times coverage) used for assembly with SOAPdenovo version 1.05 into 63 contigs. The RAST annotation pipeline was then used to annotate the DNA sequence (1) .
The GC content of the draft genome was 35.61%, which was close to the value in a previous report by Grazia Fortina et al. (3) .
The sum of 63 large contigs in the genome of Ureibacillus thermosphaericus strain Thermo-BF was 2,864,162 bp. The draft genome contained 2,758 genes with 26 structural RNAs, 1,928 nonhypothetical protein-coding sequences, and 830 hypothetical protein-coding sequences.
The thermophilic Ureibacillus thermosphaericus strain Thermo-BF genome has 7 heat shock protein-encoding genes. Genes encoding heat shock protein GrpE, heat-inducible transcription repressor HrcA, putative coproporphyrinogen III oxidase of the BS HemN type, chaperonin (heat shock protein 33), heat shock protein Hsp20, heat shock protein 60 family cochaperone GroES, and heat shock protein 60 family chaperone GroEL were identified in the genome.
The genome also includes genes coding for proteins involved in resistance to heavy metals and toxic compounds including cobalt, zinc, arsenic, fluoroquinolones, beta-lactamase, and cadmium. These results show the genetic potential of the Ureibacillus thermosphaericus strain Thermo-BF to adapt to extreme conditions. Furthermore, the genome of Ureibacillus thermosphaericus strain Thermo-BF contains clustered regularly interspaced short palindromic repeats (CRISPR), which grant an effective mechanism against foreign genetic elements as an adaptive immune system (6, 8) . The CRISPR-associated protein Cas1, CRISPR-associated protein Cas2, and CRISPR-associated protein Csn1 family have been detected using the CRISPRFinder online program (4) .
Moreover, exploration of the annotated genome sequence showed the presence of a gene coding for thermophilic neopullulanase enzyme (EC 3.2.1.135). Neopullulanase is an enzyme that can hydrolyze pullulan (polysaccharide) to panose (trisaccharide) (5) . Panose, an anticariogenic mild sweetener and prebiotic trisaccharide, can be used in the food industry (2, 7) .
Concerning the inorganic sulfurous environment of the hot springs in Ramsar, Iran (9), the investigation of Ureibacillus thermosphaericus strain Thermo-BF genome sequence revealed 13 genes related to inorganic sulfur assimilation, such as genes encoding adenylylsulfate kinase (EC 2.7.1.25), sulfate adenylyltransferase, and sulfate transport system permease proteins.
These data also provide the first overview of the metabolic diversity of the genus Ureibacillus and will enable further studies into the metabolism and evolution of this type of bacteria.
Nucleotide sequence accession numbers. This Whole Genome Shotgun project has been deposited at DDBJ/EMBL/ GenBank under accession number AJIK00000000. The version described in this paper is the first version, AJIK01000000. The genome project data are also available at GenBank under Genome Project ID 86905.
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